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Sequences producing High-scoring Segment Pairs: Frame Score Match Pet E 

1 P_AAF72414 Human PR0293 cDNA. + 3679 3579 iqO 

2 P_AAX52256 Protein PR0293 cDNA clone DNA37151-1193 . + 3679 3679 100 

3 AC021462 Homo sapiens clone RP11-276C1, WORKING D + 3658 3670 100 

4 AL512306 Homo sapiens chromosome 1 clone RPll-430 - 3658 3670 100 

5 NM_006338 Homo sapiens glioma amplified on chromos + 3002 3017 100 0. 

6 AF030435 Homo sapiens glioma amplified on chromos + 3002 3017 100 0 

>1 P_AAF72414 Human PR0293 cDNA. (3679 bp) [1 seg] 
Score = 3679 (7293 bits). Expect =0.0 

Identities = 3679/3679 (100%), at 1,1-3679,3679, Strand +/+ 



DNA37151 
P_AAF72414 

DNA37151 
P_AAF72414 



1 AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 

1 AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 

6 1 CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 

6 1 CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 

DNA3 7151 121 C ACACATGTGCATGTACACAC AC AC ATAC AC AC AC ATACACCTTCCTCTCCTTC ACTGAA 

P__AAF7 2414 121 CACACATGTGCATGTACACACACACATACACACAC ATACACCTTCCTCTCCTTCACTGAA 

DNA3 7151 181 GACTCACAGTCACTCACTCTGTGAGCAGGTCATAGAAAAGGACACTAAAGCCTTAAGGAC 

P_AAF7 2 414 181 GACTCACAGTC ACTCACTCTGTGAGCAGGTCATAGAAAAGGACACTAAAGCCTTAAGGAC 

DNA3 7151 241 AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

P_AAF7 2 414 241 AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

DNA3 7151 301 CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 

P_AAF7 2414 301 CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 

DNA3 7151 361 ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

P_AAF7 2414 3 61 ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

DNA3 7151 421 AAAATAC AAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCC AGCTACTC AGGTGG 

P_AAF7 2414 421 AAAATAC AAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCCAGCTACTCAGGTGG 

DNA3 7151 481 CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 

P_AAF 72414 481 CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGC ACCG 

DNA3 7151 541 CTGC ACTCCAGCCTGGGTGAC AGAATGAGACTCTGTCTC AAAC AAAC AAACACGGGAGGA 

P_AAF7 2 414 541 CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAAC AAAC AAACACGGGAGGA 

DNA3 7151 601 GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 
*********** 

P__AAF7 2 414 6 01 GGGGTAGATACTGCTTCTCTGC AACCTCCTTAACTCTGC ATCCTCTTCTTCCAGGGCTGC 
DNA3 7151 661 CCCTGATGGGGCCTGGCAATGACTGAGC AGGCCC AGCCCCAGAGGACAAGGAAGAGAAGG 
P_AAF7 2 414 661 CCCTGATGGGGCCTGGCAATGACTGAGC AGGCCC AGCCCCAGAGGACAAGGAAGAGAAGG 



DNA3 7151 721 C ATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 
******** 

P_AAF7 2 414 721 CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 

DNA3 7151 781 CCTTGGGCCCTGGC AGGGTTGCTGACCCTTACCCTGC AAAACAC AAAGAGCAGGACTCC A 
*******************************^t^***^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 781 CCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCAGGACTCCA 

DNA3 7151 841 GACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTCGTGGCCCC 
*******************************^***^^*^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2 414 841 GACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACC ATGAGGCTTCTCGTGGCCCC 

DNA3 7151 901 ACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCC ACTGTGCCCGTGGTACCCTGGCATGT 
*********************************^****^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 901 ACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCCACTGTGCCCGTGGTACCCTGGCATGT 

DNA3 7151 961 TCCCTGCCCCCCTCAGTGTGCCTGCC AGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 
******************************y***^^**^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2 414 961 TCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 

DNA3 7151 1021 CCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 
**************************^**************************^***^** 

P_AAF7 2414 1021 CCGCGAGGCTACCACTGTGGACTGC AATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 

DNA3 7151 1081 CCCCGC AGGC AC ACAGACCCTGCTCCTGCAGAGCAACAGC ATTGTCCGTGTGGACC AGAG 
**************************^*****^*^t.^*^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1081 CCCCGC AGGCAC AC AGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTGGACCAGAG 

DNA3 7151 1141 TGAGCTGGGCTACCTGGCC AATCTC ACAGAGCTGGACCTGTCCC AGAACAGCTTTTCGGA 
***********************************vt************************ 

P_AAF7 2414 1141 TGAGCTGGGCTACCTGGCC AATCTCACAGAGCTGGACCTGTCCCAGAACAGCTTTTCGGA 

DNA3 7151 1201 TGCCCGAGACTGTGATTTCC ATGCCCTGCCCCAGCTGCTGAGCCTGCACCTAGAGGAGAA 
***********************************^*^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1201 TGCCCGAGACTGTGATTTCC AUGCCCTGCCCCAGCTGCTGAGCCTGCACCTAGAGGAGAA 

DNA3 7151 1261 CCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAGGAACTCTA 

P_AAF7 2414 1261 CCAGCTGACCCGGCTGGAGGACCAC AGCTTTGCAGGGCTGGCC AGCCTACAGGAACTCTA 

DNA3 7151 1321 TCTCAACCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTCAGCAACTT 

P_AAF72414 1321 TCTCAACCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTCAGCAACTT 

DNA3 7151 1381 GCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGGTTTGAAAT 

***********************^ir********* + * + ^^*^*^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1381 GCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGGTTTGAAAT 

DNA3 7151 1441 GCTGCCCAACTTGGAGATACTCATGATTGGCGGCAACAAGGTAGATGCCATCCTGGACAT 
**************************************^+^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1441 GCTGCCCAACTTGGAGATACTCATGATTGGCGGCAACAAGGTAGATGCCATCCTGGAC AT 
DNA3 7151 1501 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

******************** + ***** + ***:*.*^f*************** + ********* + * 

P_AAF7 2 414 1501 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

★ ************** + *****:fr + *****^^ + ^*-j,*^^*^^^^^^^^^.j^.^^^^^^^^^^ 

P_AAF7 2414 1561 GATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTCTATGAC AA 
DNA3 7151 1621 CCAGCTGGCCCGGGTGCCC AGGCGGGCACTGGAACAGGTGCCCGGGCTCAAGTTCCTAGA 

****************** + *** + ;A:+*^-A.*** + + ^** + *V^,*^^^*^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1621 CCAGCTGGCCCGGGTGCCCAGGCGGGCACTGGAACAGGTGCCCGGGCTCAAGTTCCTAGA 



DNA3 7151 1681 CCTC AAC AAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAAC ATGCTGC ACCT 

P_AAF7 2414 1681 CCTC AAC AAGAACCCGCTCC AGCGGGTAGGGCCGGGGGACTTTGCC AAC ATGCTGC ACCT 

DNA3 7151 1741 TAAGGAGCTGGGACTGAAC AACATGGAGGAGCTGGTCTCCATCGACAAGTTTGCCCTGGT 

P_AAF7 2 414 1741 TAAGGAGCTGGGACTGAACAACATGGAGGAGCTGGTCTCCATCGACAAGTTTGCCCTGGT 

DNA3 7151 1801 GAACCTCCCCGAGCTGACCAAGCTGGACATC ACCAATAACCCACGGCTGTCCTTCATCCA 

P_AAF7 2 414 1801 GAACCTCCCCGAGCTGACCAAGCTGGACATC ACCAATAACCCACGGCTGTCCTTCATCCA 

DNA3 7151 1861 CCCCCGCGCCTTCCACCACCTGCCCCAGATGGAGAC CCTC ATGCTC AAC AAC AAC GCTCT 

P_AAF7 2 414 1861 CCCCCGCGCCTTCC ACC ACCTGCCCCAGATGGAGACCCTC ATGCTCAACAACAACGCTCT 

DNA3 7151 1921 C AGTGCCTTGCACCAGCAGACGGTGGAGTCCCTGCCC AACCTGCAGGAGGTAGGTCTCC A 
************************************^^^********************* 

P_AAF7 2 414 1921 CAGTGCCTTGCACCAGC AGACGGTGGAGTCCCTGCCCAACCTGCAGGAGGTAGGTCTCCA 

DNA3 7151 1981 CGGCAACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGC ACCCGTGT 
***********************************^*^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 1981 CGGCAACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGC ACCCGTGT 

DNA3 7151 2041 CCGCTTC ATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 
************************************************************ 

P_AAF72414 2041 CCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

DNA3 7151 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCCACG 
********************************************^^^^^^^^^^^^^^^^ 

P_AAF7 2414 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCCACG 

DNA3 7151 2161 AAGCTTCCCCCC AAGCCTCCAGGTAGCC AGTGGAGAGAGCATGGTGCTGC ATTGCCGGGC 
**********************************************^^^^^^^^^^^^^^ 

P_AAF72414 2161 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCATTGCCGGGC 

DNA3 7151 2221 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGACTGACACC 
******************************** **********^^^^^^^^^^^^^^^^^^ 

P_AAF7 2 414 2221 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGACTGACACC 

DNA3 7151 2281 TGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 
*****************************************^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 2281 TGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

DNA3 7151 2341 GAC AGC AGAAGAGGC AGGGCTATACACCTGTGTGGCCC AGAACCTGGTGGGGGCTGAC AC 
********************************************^^^^^^^^^^^^^^^^ 

P_AAF7 2 414 2341 GAC AGC AGAAGAGGC AGGGCTATACACCTGTGTGGCCC AGAACCTGGTGGGGGCTGAC AC 

DNA3 7151 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCCAGGCAGGGACGAAGGACA 
*************************************** ******^^^^^^^^^^^^^^^ 

P_AAF7 2 414 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCCAGGCAGGGACGAAGGACA 

DNA3 7151 2461 GGGGCTGGAGCTCCGGGTGCAGGAGACCCACCCCTATCACATCCTGCTATCTTGGGTCAC 
*+*************************************^^^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2 414 2461 GGGGCTGGAGCTCCGGGTGCAGGAGACCC ACCCCTATCACATCCTGCTATCTTGGGTCAC 

DNA3 7151 2521 CCCACCC AACACAGTGTCCACCAACCTCACCTGGTCCAGTGCCTCCTCCCTCCGGGGCC A 
*****************************************^^^^^^^^^^^^^^^^^^^ 

P_AAF7 2414 2521 CCCACCC AAC AC AGTGTCCACCAACCTCACCTGGTCCAGTGCCTCCTCCCTCCGGGGCCA 

DNA3 7151 2581 GGGGGCC ACAGCTCTGGCCCGCCTGCCTCGGGGAACCCAC AGCTACAAC ATTACCCGCCT 
******************************** *******^*^^+^^^^^^^^^^^^^^^^ 

P_AAF7 2414 2581 GGGGGCC AC AGCTCTGGCCCGCCTGCCTCGGGGAACCCAC AGCTACAAC ATTACCCGCCT 



DNA3 7151 2641 CCTTC AGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCCCACACCCA 

P_AAF7 2 414 2641 CCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCCCACACCCA 

DNA3 7151 2701 GTTGGCTTGTGTATGGGCCAGGACC AAAGAGGCCACTTCTTGCC ACAGAGCCTTAGGGGA 

P_AAF7 2414 2701 GTTGGCTTGTGTATGGGCCAGGACCAAAGAGGCC ACTTCTTGCCACAGAGCCTTAGGGGA 

DNA3 7151 2761 TCGTCCTGGGCTC ATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCTGGGCTAGC 

P_AAF7 2414 2761 TCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCTGGGCTAGC 

DNA3 7151 2821 GGCCCACCTTGGC AC AGGCCAACCC AGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

P_AAF7 2 414 2821 GGCCCACCTTGGC AC AGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

DNA3 7151 2881 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

P_AAF7 2 414 2881 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

DNA3 7151 2941 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACACTGTTGCC 

P_AAF7 2414 2941 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACACTGTTGCC 

DNA3 7151 3001 ACC ATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAATCACTAGGA 

P_AAF72414 3001 ACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAATCACTAGGA 

DNA3 7151 3061 CTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 

P_AAF7 2414 3061 CTACTTTTTACCAAAAGAGAAGC AGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 

DNA3 7151 3121 ACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGGCCCTGGGG 

P_AAF72414 3121 ACCCACGTGCTTGAGGCCTGGGAGCTGGGCCAAGACAGATGGGGCTTTGTGGCCCTGGGG 

DNA3 7151 3181 GTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 

P_AAF7 24 14 3181 GTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 

DNA3 7151 3241 TGAGGAACATCTCCAAGGAAC AGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

P_AAF7 2414 3241 TGAGGAAC ATCTCC AAGGAAC AGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

DNA3 7151 3301 CTCTCTGCCC AGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

P_AAF7 2414 3301 CTCTCTGCCC AGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

DNA3 7151 3361 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 

P_AAF7 2414 3361 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 

DNA3 7151 3421 C AAGGGCTGAAGGAGGCC ACTCC ATCTCACCTCGGGGGGCTGCCCTC AATGTGGGAGTGA 

P_AAF7 2414 3421 CAAGGGCTGAAGGAGGCCACTCCATCTCACCTCGGGGGGCTGCCCTCAATGTGGGAGTGA 

DNA3 7151 3481 CCCC AGCCAGATCTGAAGGAC ATTTGGGAGAGGGATGCCCAGGAACGCCTCATCTCAGC A 

P_AAF7 2414 3481 CCCC AGCC AGATCTGAAGGACATTTGGGAGAGGGATGCCC AGGAACGCCTCATCTCAGCA 

DNA3 7151 3541 GCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTTGTGGAGAA 

P_AAF 7 2414 3541 GCCTGGGCTCGGC ATTCCGAAGCTGACTTTCTATAGGC AATTTTGTACCTTTGTGGAGAA 



DNA3 7151 3601 ATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 

P_AAF7 2414 3601 ATGTGTC ACCTCCCCC AACCCGATTC ACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 

DNA37151 3661 AATAATAACAATAAAAAAA 

P_AAF72414 3661 AATAATAACAATAAAAAAA 

>2 P_AAX52256 Protein PR0293 cDNA clone DNA37151-1193 . DNA, PAT 25-JUN-1999 
(3679 bp) [1 sag] 

Score = 3679 (7293 bits). Expect = 0.0 

Identities = 3679/3679 (100%), at 1,1-3679,3679, Strand +/+ 

DNA3 7151 1 AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 

P_AAX5 2 256 1 AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 

DNA3 7151 61 CTC AGAAGGACTCTGAAGATAACAATAATTTCAGCCC ATCCACTCTCCTTCCCTCCCAAA 

P_AAX5 2 256 61 CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 

DNA3 7151 121 C AC ACATGTGCATGTACACACACACATACACACACATACACCTTCCTCTCCTTCACTGAA 

P_AAX5 2256 121 C AC ACATGTGC ATGTAC AC ACAC ACATACACAC ACATACACCTTCCTCTCCTTCACTGAA 

DNA3 7151 181 GACTCAC AGTC ACTCACTCTGTGAGCAGGTC ATAGAAAAGGACACTAAAGCCTTAAGGAC 

P_AAX5 2256 181 GACTCAC AGTC ACTCACTCTGTGAGCAGGTC ATAGAAAAGGACACTAAAGCCTTAAGGAC 

DNA3 7151 241 AGGCCTGGCC ATTACCTCTGC AGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

P_AAX5 2256 241 AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

DNA3 7151 301 CCAGGC ACGGTGACTC AC ACCTGTAATCCCAGC ATTTTGGGAGACCGAGGTGAGCAGATC 

P_AAX5 2 256 301 CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 

DNA3 7151 361 ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

P_AAX5 2 256 361 ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

DlsrA3 7151 421 AAAATAC AAAAATTAGCC AGGAGTGGTGGC AGGTGCCTGTAATCCC AGCTACTC AGGTGG 

P_AAX522 56 421 AAAATAC AAAAATTAGCC AGGAGTGGTGGC AGGTGCCTGTAATCCC AGCTACTC AGGTGG 

DNA3 7151 481 CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 

P_AAX 52256 481 CTGAGCC AGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGC ACCG 

DNA3 7151 541 CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAACAAACAAACACGGGAGGA 

P_AAX52 2 56 541 C TGC AC TC C AGCCTGGGTG AC AGAATGAG AC TCTGTCTCAAACAAACAAAC AC GGGAGG A 

DNA3 7151 601 GGGGTAGATACTGCTTCTCTGC AACCTCCTTAACTCTGC ATCCTCTTCTTCC AGGGCTGC 

P_AAX522 56 601 GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 

DNA3 7151 661 CCCTGATGGGGCCTGGCAATGACTGAGC AGGCCC AGCCCCAGAGGAC AAGGAAGAGAAGG 

P„AAX 52256 661 CCCTGATGGGGCCTGGCAATGACTGAGC AGGCCC AGCCCCAGAGGAC AAGGAAGAGAAGG 

DNA3 7151 721 C ATATTGAGGAGGGC AAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 



P_AAX5 2 256 721 CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 

DNA3 7151 781 CCTTGGGCCCTGGC AGGGTTGCTGACCCTTACCCTGCAAAAC ACAAAGAGCAGGACTCC A 

P_AAX5 2 256 781 CCTTGGGCCeTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCAGGACTCCA 

DNA3 7151 841 GACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTCGTGGCCCC 

P_AAX5 2 256 841 GACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTCGTGGCCCC 

DNA3 7151 901 ACTCTTGCTAGCTTGGGTGGCTGGTGCC ACTGCC ACTGTGCCCGTGGTACCCTGGCATGT 

P_AAX5 2256 901 ACTCTTGCTAGCTTGGGTGGCTGGTGCC ACTGCCACTGTGCCCGTGGTACCCTGGCATGT 

DNA3 7151 961 TCCCTGCCCCCCTC AGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 

P_AAX5 2256 961 TCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 

DNA3 7151 1021 CCGCGAGGCTACC ACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 

P_AAX5 2 256 1021 CCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 

DNA3 7151 1081 CCCCGCAGGCACAC AGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTGGACCAGAG 

P_AAX5 2 256 1081 CCCCGCAGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTGGACCAGAG 

DNA3 7151 1141 TGAGCTGGGCTACCTGGCC AATCTCACAGAGCTGGACCTGTCCC AGAAC AGCTTTTCGGA 

P_AAX5 2256 1141 TGAGCTGGGCTACCTGGCC AATCTCACAGAGCTGGACCTGTCCC AGAAC AGCTTTTCGGA 

DNA3 7151 1201 TGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGCACCTAGAGGAGAA 

P_AAX5 2256 1201 TGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGCACCTAGAGGAGAA 

DNA3 7151 1261 CC AGCTGACCCGGCTGGAGGACC ACAGCTTTGC AGGGCTGGCCAGCCTACAGGAACTCTA 

P_AAX5 2256 1261 CCAGCTGACCCGGCTGGAGGACCACAGCTTTGC AGGGCTGGCCAGCCTACAGGAACTCTA 

DNA3 7151 1321 TCTCAACC AC AACC AGCTCTACCGC ATCGCCCCCAGGGCCTTTTCTGGCCTCAGC AACTT 

P„AAX52 2 56 1321 TCTCAACC AC AACC AGCTCTACCGC ATCGCCCCCAGGGCCTTTTCTGGCCTCAGC AACTT 

DNA3 7151 1381 GCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGGTTTGAAAT 

P_AAX5 2 256 1381 GCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGGTTTGAAAT 

DNA3 7151 1441 GCTGCCC AACTTGGAGATACTC ATGATTGGCGGC AAC AAGGTAGATGCC ATCCTGGAC AT 

P_AAX5 2 2 56 1441 GCTGCCC AACTTGGAGATACTC ATGATTGGCGGC AAC AAGGTAGATGCC ATCCTGGAC AT 

DNA3 7151 1501 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

P_AAX5 2 2 56 1501 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

DNA3 7151 1561 GATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTCTATGACAA 

P_AAX5 2 256 1561 GATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTCTATGACAA 

DNA3 7151 1621 CCAGCTGGCCCGGGTGCCCAGGCGGGCACTGGAACAGGTGCCCGGGCTCAAGTTCCTAGA 

P_AAX 52256 1621 CC AGCTGGCCCGGGTGCCC AGGCGGGC ACTGGAAC AGGTGCCCGGGCTC AAGTTCCTAGA 

DNA3 7151 1681 CCTC AACAAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAACATGCTGCACCT 



P_AAX5 2 256 1681 CCTCAACAAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAACATGCTGCACCT 

DNA3 7151 1741 TAAGGAGCTGGGACTGAAC AACATGGAGGAGCTGGTCTCC ATCGAC AAGTTTGCCCTGGT 

P_AAX5 2 256 1741 TAAGGAGCTGGGACTGAACAACATGGAGGAGCTGGTCTCCATCGACAAGTTTGCCCTGGT 

DNA3 7151 1801 GAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCCTTCATCC A 

P_AAX5 2 256 1801 GAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCCTTCATCCA 

DNA3 7151 1861 CCCCCGCGCCTTCC ACCACCTGCCCC AGATGGAGACCCTCATGCTCAAC AAC AACGCTCT 

P_AAX5 2 256 1861 CCCCCGCGCCTTCCACCACCTGCCCCAGATGGAGACCCTCATGCTCAACAACAACGCTCT 

DNA3 7151 1921 CAGTGCCTTGCACCAGCAGACGGTGGAGTCCCTGCCC AACCTGC AGGAGGTAGGTCTCCA 
**************** 

P_AAX5 2 256 1921 CAGTGC CTTGCACC AGO AGACGGTGGAGTCCCTGCCC AACCTGC AGGAGGTAGGTCTCCA 

DNA3 7151 1981 CGGC AACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGCACCCGTGT 

P_AAX5 2 256 1981 CGGCAACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGCACCCGTGT 

DNA3 7151 2041 CCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

P_AAX5 2 256 2041 CCGCTTCATCGAGCCGCAATCC ACCCTGTGTGCGGAGCCTCCGGACCTCC AGCGCCTCCC 

DNA3 7151 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCCACG 

P_AAX5 2 256 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCCACG 

DNA3 7151 2161 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCATTGCCGGGC 

P_AAX5 2 256 2161 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCATTGCCGGGC 

DNA3 7151 2221 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTC ACTCCAGCTGGGCTTCGACTGACACC 

P_AAX5 2 256 2221 AC TGGCCGAACCCG AAC CCGAGATCTACTGGGTC ACTCCAGCTGGGCTTCGACTGACACC 

DNA3 7151 2281 TGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

P_AAX5 2 256 2281 TGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

DNA3 7151 2341 GAC AGC AGAAGAGGCAGGGCTATAC ACCTGTGTGGCCCAGAACCTGGTGGGGGCTGACAC 

P_AAX5 2 256 2341 GACAGCAGAAGAGGCAGGGCTATACACCTGTGTGGCCCAGAACCTGGTGGGGGCTGACAC 

DNA3 7151 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCCAGGCAGGGACGAAGGACA 

P_AAX5 2 256 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCCAGGCAGGGACGAAGGACA 

DNA3 7151 2461 GGGGCTGGAGCTCCGGGTGC AGGAGACCC ACCCCTATC AC ATCCTGCTATCTTGGGTC AC 

P_AAX52 2 56 2461 GGGGCTGGAGCTCCGGGTGC AGGAGACCC ACCCCTATC AC ATCCTGCTATCTTGGGTC AC 

DNA3 7151 2521 CCCACCCAACACAGTGTCCACCAACCTC ACCTGGTCCAGTGCCTCCTCCCTCCGGGGCCA 

P„AAX5 2 2 56 2 521 CCCACCC AACACAGTGTCC ACC AACCTC ACCTGGTCC AGTGCCTCCTCCCTCCGGGGCC A 

DNA3 7151 2581 GGGGGCCACAGCTCTGGCCCGCCTGCCTCGGGGAACCC ACAGCTAC AAC ATTACCCGCCT 

P_AAX5 2 25 6 2 581 GGGGGCCACAGCTCTGGCCCGCCTGCCTCGGGGAACCC AC AGCTAC AAC ATTACCCGCCT 

DNA3 7151 2641 CCTTC AGGCCACGGAGTACTGGGCCTGCCTGC AAGTGGCCTTTGCTGATGCCC AC ACCC A 



P_AAX5 2 256 2641 CCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCCCACACCCA 

DNA3 7151 2701 GTTGGCTTGTGTATGGGCC AGGACC AAAGAGGCC ACTTCTTGCC ACAGAGCCTTAGGGGA 

P_AAX5 2 256 2701 GTTGGCTTGTGTATGGGCC AGGACC AAAGAGGCC ACTTCTTGCC ACAGAGCCTTAGGGGA 

DNA3 7151 2761 TCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGC AGCTGGGCTAGC 

P_AAX5 2 256 2761 TCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGC AGCTGGGCTAGC 

DNA3 7151 2821 GGCCC ACCTTGGC ACAGGCC AACCCAGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

P_AAX5 2 256 2821 GGCCCACCTTGGC ACAGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

DNA3 7151 2881 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

P_AAX5 2 256 2881 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

DNA3 7151 2941 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCC AGATCCTCAGAAGGGGAGACACTGTTGCC 

P_AAX5 2256 2941 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCC AGATCCTCAGAAGGGGAGACACTGTTGCC 

DNA3 7151 3001 ACCATTGTCTCAAAATTCTTGAAGCTC AGCCTGTTCTCAGC AGTAGAGAAATCACTAGGA 

P_AAX5 2 256 3001 ACCATTGTCTCAAAATTCTTGAAGCTC AGCCTGTTCTCAGC AGTAGAGAAATCACTAGGA 

DNA3 7151 3061 CTACTTTTTACC AAAAGAGAAGC AGTCTGGGCC AGATGCCCTGCC AGGAAAGGGAC ATGG 

P_AAX5 2 256 3061 CTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 

DNA3 7151 3121 ACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGAC AGATGGGGCTTTGTGGCCCTGGGG 

P_AAX5 2 256 3121 AC CCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGAC AGATGGGGCTTTGTGGCCCTGGGG 

DNA3 7151 3181 GTGCTTCTGC AGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTC ACCTCTGCTGCCATTC 

P_AAX5 2256 3181 GTGCTTCTGC AGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 

DNA3 7151 3241 TGAGGAACATCTCC AAGGAACAGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

P_AAX5 2256 3241 TGAGGAACATCTCCAAGGAACAGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

DNA3 7151 3301 CTCTCTGCCCAGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

P_AAX52 2 56 3301 CTCTCTGCCCAGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

DNA3 7151 3361 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTC AGTTGCTTGCTCTTGTGCCTCCTGGG 

P_AAX 52256 3361 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 

DNA3 7151 3421 C AAGGGCTGAAGGAGGCCACTCCATCTC ACCTCGGGGGGCTGCCCTCAATGTGGGAGTGA 

P_AAX5 2 256 3421 C AAGGGCTGAAGGAGGCCACTCCATCTCACCTCGGGGGGCTGCCCTCAATGTGGGAGTGA 

DNA3 7151 3481 CCCC AGCC AGATCTGAAGGACATTTGGGAGAGGGATGCCCAGGAACGCCTCATCTCAGCA 

P_AAX5 2 256 3481 CCCC AGCCAGATCTGAAGGAC ATTTGGGAGAGGGATGCCCAGGAACGCCTC ATCTCAGCA 

DNA3 7151 3541 GCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTTGTGGAGAA 

P_AAX52 2 5 6 3 541 GCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTTGTGGAGAA 

DNA3 7151 3601 ATGTGTC ACCTCCCCCAACCCGATTC ACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 



P_AAX5 2256 3601 ATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 

DNA37151 3661 AATAATAACAATAAAAAAA 

P_AAX52256 3661 AATAATAACAATAAAAAAA 

>3 AC021462 Homo sapiens clone RP11-276C1, WORKING DRAFT SEQUENCE, 21 unordered 

(153023 bp) [1 sag] 

Score = 3658 (7251 bits). Expect = 0.0 

Identities = 3670/3674 (99%), at 1,129821-3674,133494, Strand +/+ 



DNA37151 


1 


AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 


AC021462 


129821 


AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 


DNA37151 


61 


CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 


AC021462 


129881 


CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 


DNA37151 


121 


CACACATGTGCATGTACACACACACATACACACACATACACCTTCCTCTCCTTCACTGAA 


AC021462 


129941 


CACACATGTGCATGTACACACACACATACACACACATACACCTTCCTCTCCTTCACTGAA 


DNA37151 


181 


GACTCACAGTCACTCACTCTGTGAGCAGGTCATAGAAAAGGACACTAAAGCCTTAAGGAC 


AC021462 


130001 


GACTCACAGTCACTCACTCTGTGAGCAGGTCATAGAAAAGGACACTAAAGCCTTAAGGAC 


DNA37151 


241 


AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 


AC021462 


130061 


AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 


DNA37151 


301 


CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 


AC021462 


130121 


CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 


DNA37151 


361 


ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 


AC021462 


130181 


ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 


DNA37151 


421 


AAAATACAAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCCAGCTACTCAGGTGG 


AC021462 


130241 


AAAATACAAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCCAGCTACTCAGGTGG 


DNA37151 


481 


CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 


AC021462 


130301 


CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 


DNA37151 


541 


CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAACAAACAAACACGGGAGGA 


AC021462 


130361 


CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAACAAACAAACACGGGAGGA 


DNA37151 


601 


GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 


AC021462 


130421 


GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 


DNA37151 


661 


CCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGAAGAGAAGG 


AC 0214 62 
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DNA37151 


721 


CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 


AC021462 


130541 


CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 


DNA37151 


781 


CCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCAGGACTCCA 



AC 021462 130601 CCTTGGGCCCTGGC AGGGTTGCTGACCCTTACCCTGC AAAAC ACAAAGAGCAGGACTCCA 

DNA3 7151 841 GACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTCGTGGCCCC 

AC 021462 130661 GACTCTTCTTGTGAATGGTCCCCTGCCCTGC AGCTCC ACCATGAGGCTTCTCGTGGCCCC 

DNA3 7151 901 ACTCTTGCTAGCTTGGGTGGCTGGTGCC ACTGCCACTGTGCCCGTGGTACCCTGGCATGT 

AC 021462 130721 ACTCTTGCTAGCTTGGGTGGCTGGTGCC AC TGCCGCTGTGCCCGTGGTACCCTGGCATGT 

DNA3 7151 961 TCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 

AC 021462 130781 TCCCTGCCCCCCTC AGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGCTCGTCCTA 

DNA3 7151 1021 CCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 

AC 021462 130841 CCGCGAGGCTACC ACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCCCCGGCACT 

DNA3 7151 1081 CCCCGCAGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTGGACCAGAG 

AC 021462 130901 CCCCGC AGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTGGACCAGAG 

DNA3 7151 1141 TGAGCTGGGCTACCTGGCC AATCTCAC AGAGCTGGACCTGTCCCAGAACAGCTTTTCGGA 

AC 021462 130961 TGAGCTGGGCTACCTGGCCAATCTCACAGAGCTGGACCTGTCCCAGAACAGCTTTTCGGA 

DNA3 7151 1201 TGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGC ACCTAGAGGAGAA 

AC 021462 131021 TGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGCACCTAGAGGAGAA 

DNA3 7151 1261 CCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAGGAACTCTA 

AC 021462 131081 CCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAGGAACTCTA 

DNA3 7151 1321 TCTCAACCACAACCAGCTCTAqCGC ATCGCCCCC AGGGCCTTTTCTGGCCTC AGCAACTT 

AC 021462 131141 TCTC AACCACAACC AGCTCTACCGC ATCGCCCCCAGGGCCTTTTCTGGCCTCAGCAACTT 

DNA3 7151 1381 GCTGCGGCTGC ACCTC AACTCCAACCTCCTGAGGGCC ATTGAC AGCCGCTGGTTTGAAAT 

AC 021462 131201 GCTGCGGCTGC ACCTC AACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGGTTTGAAAT 

DNA3 7151 1441 GCTGCCC AACTTGGAGATACTC ATGATTGGCGGC AAC AAGGTAGATGCCATCCTGGACAT 

AC 021462 131261 GCTGCCC AACTTGGAGATACTC ATGATTGGCGGC AAC AAGGTAGATGCCATCCTGGACAT 

DNA3 7151 1501 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

AC 021462 131321 GAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAACCTGCGGGA 

DNA3 7151 1561 GATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTCTATGACAA 

AC 021462 131381 GATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTCTATGACAA 

DNA3 7151 1621 CCAGCTGGCCCGGGTGCCCAGGCGGGCACTGGAACAGGTGCCCGGGCTCAAGTTCCTAGA 

AC0214 62 131441 cr.AnrTaarrraciaTarrrAnar(znrirAr^riri7^i^n7\rinn^nnnnn^ 

DNA3 7151 1681 CCTCAACAAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCC AAC ATGCTGCACCT 

AC 021462 131501 CCTC AAC AAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAAC ATGCTGCACCT 

DNA3 7151 1741 TAAGGAGCTGGGACTGAACAACATGGAGGAGCTGGTCTCCATCGACAAGTTTGCCCTGGT 



AC 0214 6 2 131561 TAAGGAGCTGGGACTGAAC AAC ATGGAGGAGCTGGTCTCC ATCGACAAGTTTGCCCTGGT 

DNA3 7151 1801 GAACCTCCCCGAGCTGACCAAGCTGGACATC ACCAATAACCC ACGGCTGTCCTTC ATCC A 

AC 021462 131621 GAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCCTTC ATCCA 

DNA3 7151 1861 CCCCCGCGCCTTCC ACCACCTGCCCCAGATGGAGACCCTCATGCTCAAC AACAACGCTCT 

AC 021462 131681 CCCCCGCGCCTTCCACC ACCTGCCCCAGATGGAGACCCTC ATGCTCAACAACAACGCTCT 

DNA3 7151 1921 CAGTGCCTTGCACCAGC AGACGGTGGAGTCCCTGCCCAACCTGC AGGAGGTAGGTCTCCA 

AC 021462 131741 CAGTGCCTTGCACCAGC AGACGGTGGAGTCCCTGCCCAACCTGC AGGAGGTAGGTCTCCA 

DNA3 7151 1981 CGGC AACCCC ATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGCACCCGTGT 

AC 021462 131801 CGGC AACCCC ATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGCACCCGTGT 

DNA3 7151 2041 CCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

AC 021462 131861 CCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

DNA3 7151 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTC ATCTCCCCACG 

AC 021462 131921 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTC ATCTCCCCACG 

DNA3 7151 2161 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCATTGCCGGGC 

AC 021462 131981 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCATTGCCGGGC 

DNA3 7151 2221 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGACTGAC ACC 

AC 021462 132041 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCC AGCTGGGCTTCGACTGACACC 

DNA3 7151 2281 TGCCC ATGCAGGCAGGAGGTAGCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

AC 021462 132101 TGCCC ATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

DNA3 7151 2341 GACAGC AGAAGAGGC AGGGCTATACACCTGTGTGGCCCAGAACCTGGTGGGGGCTGACAC 

AC 021462 132161 GACAGC AGAAGAGGCAGGGCTATACACCTGTGTGGCCCAGAACCTGGTGGGGGCTGACAC 

DNA3 7151 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCC AGCCAGGC AGGGACGAAGGAC A 

AC 021462 132221 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCC AGCCAGGC AGGGACGAAGGACA 

DNA3 7151 2461 GGGGCTGGAGCTCCGGGTGCAGGAGACCCACCCCTATCACATCCTGCTATCTTGGGTCAC 

AC 021462 132281 GGGGCTGGAGCTCCGGGTGCAGGAGACCCACCCCTATCACATCCTGCTATCTTGGGTCAC 

DNA3 7151 2521 CCCACCCAACACAGTGTCCACCAACCTCACCTGGTCCAGTGCCTCCTCCCTCCGGGGCCA 

AC 021462 132341 CCCACCC AAC AC AGTGTCC ACC AACCTC ACCTGGTCC AGTGCCTCCTCCCTCCGGGGCC A 

DNA3 7151 2581 GGGGGCC ACAGCTCTGGCCCGCCTGCCTCGGGGAACCCACAGCTACAACATTACCCGCCT 

DNA3 7151 2641 CCTTCAGGCC ACGGAGTACTGGGCCTGCCTGC AAGTGGCCTTTGCTGATGCCCACACCC A 

AC 021462 132461 CCTTCAGGCC ACGGAGTACTGGGCCTGCCTGC AAGTGGCCTTTGCTGATGCCCACACCCA 

DNA3 7151 2701 GTTGGCTTGTGTATGGGCC AGGACC AAAGAGGCC ACTTCTTGCCAC AGAGCCTTAGGGGA 



AC 021462 132521 GTTGGCTTGTGTATGGGCCAGGACC AAAGAGGCC ACTTCTTGCC ACAGAGCCTTAGGGGA 

DNA3 7151 2761 TCGTCCTGGGCTC ATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCTGGGCTAGC 

AC 021462 132581 CCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGC AGCTGGGCTAGC 

DNA3 7151 2821 GGCCC ACCTTGGCACAGGCCAACCC AGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

AC 021462 132641 GGCCCACCTTGGCACAGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 

DNA3 7151 2881 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

AC 021462 132701 AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 

DNA3 7151 2941 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTC AGAAGGGGAGACACTGTTGCC 

AC 021462 132761 CCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTC AGAAGGGGAGACACTGTTGCC 

DNA3 7151 3001 ACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAATCACTAGGA 

AC 021462 132821 ACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAATCACTAGGA 

DNA3 7151 3061 CTACTTTTTACC AAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 

AC 021462 132881 CTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 

DNA3 7151 3121 ACCC ACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGGCCCTGGGG 

AC 021462 132941 ACCC ACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGGCCCTGGGG 

DNA3 7151 3181 GTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 

AC 021462 133001 GTGCTTCTGCAGCCTCGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 

DNA3 7151 3241 TGAGGAAC ATCTCCAAGGAAC AGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

AC 021462 133061 TGAGGAACATCTCC AAGGAACAGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 

DNA3 7151 3301 CTCTCTGCCC AGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

AC 021462 133121 CTCTCTGCCC AGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 

DNA3 7151 3361 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 

AC021462 133181 CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 

DNA3 7151 3421 CAAGGGCTGAAGGAGGCC ACTCC ATCTC ACCTCGGGGGGCTGCCCTC AATGTGGGAGTGA 

AC 021462 133241 CAAGGGCTGAAGGAGGCC ACTCC ATCTC ACCTCGGGGGGCTGCCCTC AATGTGGGAGTGA 

DNA3 7151 3481 CCCC AGCC AGATCTGAAGGAC ATTTGGGAGAGGGATGCCC AGGAACGCCTCATCTC AGC A 

AC 021462 133301 CCCC AGCC AGATCTGAAGGAC ATTTGGGAGAGGGATGCCC AGGAACGCCTCATCTC AGC A 

DNA3 7151 3541 GCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGC AATTTTGTACCTTTGTGGAGAA 

AC 021462 133361 GC C TGGGCTCGGCATTCCGAAGCTG AC TTTC TAT AGGC AATTTTGTACCTTTGTGGAGAA 

DNA3 7151 3601 ATGTGTC ACCTCCCCC AACCCGATTC ACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 

AC 021462 133421 ATGTGTC ACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAATAAAAAT A 

DNA37151 3 661 AATAATAACAATAA 



AC021462 133481 AATAATAACAATAA 

>4 AL512306 Homo sapiens chromosome 1 clone RP11-430C7, *** SEQUENCING IN 
(185048 bp) [1 sag] 

Score = 3658 (7251 bits). Expect =0.0 

Identities = 3670/3674 (99%), at 1,107156-3674,103483, Strand +/- 

AAGGAGGCTGGGAGGAAAGAGGTAAGAAAGGTTAGAGAACCTACCTCACATCTCTCTGGG 



CTCAGAAGGACTCTGAAGATAACAATAATTTCAGCCCATCCACTCTCCTTCCCTCCCAAA 

CACACATGTGCATGTACACACACACATACACACACATACACCTTCCTCTCCTTCACTGAA 

CACACATGTGCATGTACACACACACATACACACACATACACCTTCCTCTCCTTCACTGAA 

GACTCACAGTCACTCACTCTGTGAGCAGGTCATAGAAAAGGACACTAAAGCCTTAAGGAC 

GACTCACAGTCACTCACTCTGTGAGCAGGTCATAGAAAAGGACACtAAAGCCTTAAGGAC 

AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

AL512306 106916 AGGCCTGGCCATTACCTCTGCAGCTCCTTTGGCTTGTTGAGTCAAAAAACATGGGAGGGG 

CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 

CCAGGCACGGTGACTCACACCTGTAATCCCAGCATTTTGGGAGACCGAGGTGAGCAGATC 

ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

ACTTGAGGTCAGGAGTTCGAGACCAGCCTGGCCAACATGGAGAAACCCCCATCTCTACTA 

AAAATACAAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCCAGCTACTCAGGTGG 

AAAATACAAAAATTAGCCAGGAGTGGTGGCAGGTGCCTGTAATCCCAGCTACTCAGGTGG 

CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 
************************************************************ 

CTGAGCCAGGAGAATCGCTTGAATCCAGGAGGCGGAGGATGCAGTCAGCTGAGTGCACCG 

CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAACAAACAAACACGGGAGGA 
************************************************************ 

CTGCACTCCAGCCTGGGTGACAGAATGAGACTCTGTCTCAAACAAACAAACACGGGAGGA 
GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 
GGGGTAGATACTGCTTCTCTGCAACCTCCTTAACTCTGCATCCTCTTCTTCCAGGGCTGC 
CCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGAAGAGAAGG 
CCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGAAGAGAAGG 
CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 
CATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGAGGGTGGTT 
CCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACA?VAGAGCAGGACTCCA 
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AT s 1 9 n^; 

/VLjD X Z J u d 


1 0 C C Q C 


L/iNrt. J / X J X 


1 ^^9 1 

X b z X 


AT C 1 9 T n A 

J X Z J U D 


1 0 c c "3 ^; 
X U33 J b 


DNA37151 


1681 


AL512306 


105476 


DNA37151 


1741 


AL512306 


105416 



****** ***************************************************** 



********************************** ************************-^ 



*******************************************************^*^^^ 



***********************************************************^ 



************************************************************ 



************************************************************ 



************************************************************ 



************************************************************ 



************************************************************ 



************************************************************ 



************************************************************ 



**********************************************************^ 



************************************************************ 



**********************************************************^* 



*********************************************************Tt. + + 



****************************************Tir******************* 



DNA3 7151 1801 GAACCTCCCCGAGCTGACCAAGCTGGAC ATC ACC AATAACCC ACGGCTGTCCTTC ATCCA 

AL5 12 3 06 105356 GAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCCTTCATCCA 

DNA3 7151 1861 CCCCCGCGCCTTCC ACCACCTGCCCC AGATGGAGACCCTC ATGCTC AAC AAC AACGCTCT 

AL5 12306 105296 CCCCCGCGCCTTCCACCACCTGCCCC AGATGGAGACCCTC ATGCTCAACAACAACGCTCT 

DNA3 7151 1921 C AGTGCCTTGC ACC AGC AGACGGTGGAGTCCCTGCCC AACCTGC AGGAGGTAGGTCTCC A 

AL512306 105236 CAGTGCCTTGC ACC AGC AGACGGTGGAGTCCCTGCCC AACCTGC AGGAGGTAGGTCTCC A 

DNA3 7151 1981 CGGC AACCCCATCCGCTGTGACTGTGTC ATCCGCTGGGCCAATGCCACGGGCACCCGTGT 

AL5 12306 105176 CGGC AACCCC ATCCGCTGTGACTGTGTCATCCGCTGGGCC AATGCCACGGGCACCCGTGT 

DNA3 7151 2041 CCGCTTC ATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

AL512306 105116 CCGCTTC ATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAGCGCCTCCC 

DNA3 7151 2101 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCC ACG 

AL5 12306 105056 GGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATCTCCCCACG 

DNA3 7151 2161 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGC ATGGTGCTGCATTGCCGGGC 

AL512306 104996 AAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGC ATGGTGCTGCATTGCCGGGC 

DNA3 7151 2221 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGACTGAC ACC 

AL512306 104936 ACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGACTGACACC 

DNA3 7151 2281 TGCCCATGCAGGC AGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

AL512306 104876 TGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTGCGGAGGGT 

DNA3 7151 2341 GAC AGC AGAAGAGGCAGGGCTATACACCTGTGTGGCCCAGAACCTGGTGGGGGCTGAC AC 

AL512306 104816 GAC AGCAGAAGAGGCAGGGCTATACACCTGTGTGGCCC AGAACCTGGTGGGGGCTGACAC 

DNA3 7151 2401 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCC AGCCAGGC AGGGACGAAGGACA 

AL512306 104756 TAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCC AGCCAGGC AGGGACGAAGGACA 

DNA3 7151 2461 GGGGCTGGAGCTCCGGGTGC AGGAGACCCACCCCTATCAC ATCCTGCTATCTTGGGTC AC 

AL5 12 3 06 104696 GGGGCTGGAGCTCCGGGTGCAGGAGACCCACCCCTATCACATCCTGCTATCTTGGGTCAC 

DNA3 7151 2521 CCC ACCC AAC AC AGTGTCC ACC AACCTC ACCTGGTCC AGTGCCTCCTCCCTCCGGGGCC A 

AL5 12306 104636 CCC ACCC AAC AC AGTGTCC ACC AACCTC ACCTGGTCC AGTGCCTCCTCCCTCCGGGGCC A 

DNA3 7151 2581 GGGGGCCAC AGCTCTGGCCCGCCTGCCTCGGGGAACCCACAGCTACAAC ATTACCCGCCT 

AL512306 104576 GGGGGCCAC AGCTCTGGCCCGCCTGCCTCGGGGAACCC AC AGCTAC AAC ATTACCCGCCT 

DNA3 7151 2641 CCTTC AGGCC ACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCCCAC ACCCA 
★ ★★★★★★★★★★★★★★★it******************************** 

AL512306 104516 CCTTC AGGCC ACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCCCACACCCA 

DNA3 7151 2701 GTTGGCTTGTGTATGGGCC AGGACC AAAGAGGCC ACTTCTTGCCACAGAGCCTTAGGGGA 

AL512306 104456 GTTGGCTTGTGTATGGGCC AGGACCAAAGAGGCCACTTCTTGCCACAGAGCCTTAGGGGA 



DNA3 7151 


2761 




AL512306 


104396 


CCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCTGGGCTAGC 


DNA3 7 1 51 


2821 


GGCCCACCTTfinPAPAnnPPAAPPPAPPAAnnPTPTPPnTPPP APPPPPPPTPTPPPT'PP 


AL512306 


104336 


GGCCCACCTTGGCACAGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCTCTCCCTCC 


DNA3 7151 


2881 


Af^PPTPnnPTTTPTnPPPPTPf^APTPPPPPTTPT^PT'PPPPPT'T^PT'PT*P'TPP'PPPPr''Tr'r''T> 


AL512306 


104276 


AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCTCCCCTCGT 


DNA37151 


2941 


PPTfiPPPTHriAATPP APPPAnnA APPTPPPP AnaTPPT'papa apppp ApapapTPT'Tr'r'r' 


AL512306 


104216 


CCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACACTGTTGCC 


DMA^71 SI 


3001 


APP AT'PP'PP'T'P A A ZV AT"PP'P'T'P2i APP'T'PZiPPPT'PT^'TT"TT'2ir'r^2i/^T'Ar'ar'a a TiT'r'a/^'T' Ar^/^TX 


AL512306 


104156 


ACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAATCACTAGGA 


DNA3 7151 


3061 


PTAPTTTTTAPP AAA APAP A APPaPTPTPPPPPap a TPPPPTPPP a pr* a A ArTT* ar* ATT^r* 


AL512306 


104096 


CTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAGGGACATGG 


DNA3 7151 


3121 


APPP APPTPPTTPAPPPPTPPPAPPTPPPPP AAPAP APATPPPPPT'P'T'PTPPPr'P'T'rT'r'r' 


AL512306 


104036 


ACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGGCCCTGGGG 


DNA3 7151 


3181 

J X O J. 


PTPP TTP TPP A PP P TTP A A a a A PTTP P P P T'T' a p p T^p p T» A r* Tir* a r" r" T'r* T^r* Tir^ r" o a T^T^r* 


AL512306 


103976 


GTGCTTCTGCAGCCTCGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGCTGCCATTC 


DNA37151 


3241 


TPAPPA AP ATPTPP A APPA APaPPAPPPAP'PT'T'PPPT'AP APPPT^PPTTTT'TTTTT' A'T'r"T*nP 


AL512306 


103916 


TGAGGAACATCTCCAAGGAACAGGAGGGACTTTGGCTAGAGCCTCCTGCCTCCCCATCTT 


DNA37151 


3301 


4 

P TP TP TPP P P A P A PPP T P p TPP P P P T^p p p T'T'P p p T^p T^p p p p A r" r* Tir" T^r* T^r^ r" r* r* r* r'r" 'T*r' 


AL512306 


103856 


CTCTCTGCCCAGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCCCCGGGCTG 


DNA^71 51 

i~/l.HC\^ / -L -w/ X 


J J U X 


P A P P P P TTP P TP TTP TP TTTP TP TP T* A p A T^o T'r' A p T^nr'r' TiT^r^ Tir^ T^T^r' T^r^ r* 

It******************************************************** 


AL512306 


103796 


CACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGCCTCCTGGG 


DNA371 51 


J 'i ^ X 


P A APPPPTP A APP A PPPP A P TP PA T'PT'p A r'r^T'r'or'r'r'r'r'r^'T'r'r^r'r^'pr' a at^pt'ppp apt<p a 

************************************************************ 


AL512306 


103736 


CAAGGGCTGAAGGAGGCCACTCCATCTCACCTCGGGGGGCTGCCCTCAATGTGGGAGTGA 


DNA3 7151 


3481 


PPPP APPP AP ATPTP A APP AP ATTTPPP AP APPP ATPPPP APP A TiCCnn^r* A T^PHTP APP A 
v^v^V^v^rt\jv-V^rtoi-l X X Vji-ir^oVjj/-i.\^r4 i X 1 Vj\jVj/i,\jj/^\j^jjVjA i VjL^V^l^AVa^jAAV^oV^\^ X A X 1„ X Vw^Av^ 

************************************************************ 


AL512306 


103676 


CCCCAGCCAGATCTGAAGGACATTTGGGAGAGGGATGCCCAGGAACGCCTCATCTCAGCA 


DNA37'l 51 


J J *i X 


nco'vc^c^cxc'VC'nczc attppp a a pp^^^p a ptttpt at appp a A'T'T"T"T'p'T'app'P'T"T'p'T*pp sp a a 

vj\^\^ 1 VjVjVjjV^ X V_-kjVj\^A X X V^V^vjAA^jL- x vjAv^ X X X X A i Avj^jV^AAX X X X o X AL-L- i 1 X ^jr X Lj^jjALjAA 
************************************************************ 


AL512306 


103616 


GCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTTGTGGAGAA 


DNA37151 


3601 


ATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 

**********************************************************Tt-A. 


AL512306 


103556 


ATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAATAAAAATA 


DNA37151 


3661 


AATAATAACAATAA 
************** 


AL512306 


103496 


AATAATAACAATAA 



>5 NM_006338 Homo sapiens glioma amplified on chromosome 1 protein (3227 bp) [1 
seg] 

Score = 3002 (5951 bits). Expect = 0.0 

Identities = 3017/3022 (99%), at 653,161-3674,3182, Strand +/+ 



DNA37151 


653 


AGGGCTGCCCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGA 


NM_006338 


161 


AGGGCTGCCCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGA 


DNA37151 


713 


AGAGAAGGCATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGA 


N]yi_006338 


221 


AGAGAAGGCATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGA 


DNA37151 


773 


GGGTGGTTCCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCA 


NM_006338 


281 


GGGTGGTTCCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCA 


DNA37151 


833 


GGACTCCAGACTCTCCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTC 


NM_006338 


341 


GGACTCCAGACTCTTCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTC 


DNA37151 


893 


GTGGCCCCACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCCACTGTGCCCGTGGTACCC 


NM_0 06338 


401 


GTGGCCCCACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCCGCTGTGCCCGTGGTACCC 


DNA37151 


953 


TGGCATGTTCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGC 


NM_0 06338 


461 


TGGCATGTTCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGC 


DNA37151 


1013 


TCGTCCTACCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCC 


NM_006338 


521 


TCGTCCTACCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCC 


DNA37151 


1073 


CCGGCACTCCCCGCAGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTG 


NM_006338 


581 


ccggcactccccgcaggcacac;agaccctgctcctgcagagcaacagcattgtccgtgtg 


DNA37151 


1133 


GACCAGAGTGAGCTGGGCTACCTGGCCAATCTCACAGAGCTGGACCTGTCCCAGAACAGC 
****************************************************** 


NM_006338 


641 


GACCAGAGTGAGCTGGGCTACCTGGCCAATCTCACAGAGCTGGACCTGTCCCAGAACAGC 


DNA37151 


1193 


TTTTCGGATGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGCACCTA 


NM_006338 


701 


TTTTCGGATGCCCGAGACTGTGATTTCCATGCCCTTCCCCAGCTGCTGAGCCTGCACCTA 


DNA37151 


1253 


GAGGAGAACCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAG 


NM_0 06338 


761 


GAGGAGAACCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAG 


DNA37151 


1313 


GAACTCTATCTCAACCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTC 


NM_0 06338 


821 


GAACTCTATCTCAACCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTC 


DNA37151 


1373 


AGCAACTTGCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGG 


NM_006338 


881 


AGCAACTTGCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGG 


DNA37151 


1433 


TTTGAAATGCTGCCCAACTTGGAGATACTCATGATTGGCGGCAACAAGGTAGATGCCATC 


N]yi_006338 


941 


TTTGAAATGCTGCCCAACTTGGAGATACTCATGATTGGCGGCAACAAGGTAGATGCCATC 


DNA37151 


1493 


CTGGACATGAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAAC 


NM_006338 


1001 


CTGGACATGAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAAC 



DNA37151 


1553 


NM_006338 


1061 


DNA37151 


1613 


NM_006338 


1121 


DNA37151 


1673 


NM_006338 


1181 


DNA37151 


1733 


NM_006338 


1241 


DNA37151 


1793 


NM_006338 


1301 


DNA37151 


1853 


NM_006338 


1361 


DNA37151 


1913 


NM_006338 


1421 


DNA37151 


1973 


NM_006338 


1481 


DNA37151 


2033 


NM_006338 


1541 


DNA37151 


2093 


NM_006338 


1601 


DNA37151 


2153 


NM_006338 


1661 


DNA37151 


2213 


Niy[_006338 


1721 


DNA37151 


2273 


NM_006338 


1781 


DNA37151 


2333 


NM_006338 


1841 


DNA37151 


2393 


NM_006338 


1901 


DNA37151 


2453 


NM_006338 


1961 



1541 ACCCGTGTCCGCTTCATCGAGC,CGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAG 
CGCCTCCCGGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATC 



5 



DNA37151 


2513 


TGGGTCACCCCACCCAACACAGTGTCCACCAACCTCACCTGGTCCAGTGCCTCCTCCCTC 


NM_006338 


2021 


TGGGTCACCCCACCCAACACAGTGTCCACCAACCTCACCTGGTCCAGTGCCTCCTCCCTC 


DNA37151 


2573 


CGGGGCCAGGGGGCCACAGCTCTGGCCCGCCTGCCTCGGGGAACCCACAGCTACAACATT 


NM_006338 


2081 


CGGGGCCAGGGGGCCACAGCTCTGGCCCGCCTGCCTCGGGGAACCCACAGCTACAACATT 


DNA37151 


2633 


ACCCGCCTCCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCC 


NM_006338 


2141 


ACCCGCCTCCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCC 


DNA37151 


2693 


CACACCCAGTTGGCTTGTGTATGGGCCAGGACCAAAGAGGCCACTTCTTGCCACAGAGCC 


NM_006338 


2201 


CACACCCAGTTGGCTTGTGTATGGGCCAGGACCAAAGAGGCCACTTCTTGCCACAGAGCC 


DNA37151 


2753 


TTAGGGGATCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCT 


NM_006338 


2261 


TTAGGGGATCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCT 


DNA37151 


2813 


GGGCTAGCGGCCCACCTTGGCACAGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCT 


NM_006338 


2321 


GGGCTAGCGGCCCACCTTGGCACAGGCCAACCCAGGAAGGGTGTGGGTGGGAGGCGGCCT 


DNA37151 


2873 


CTCCCTCCAGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCT 


NM_006338 


2381 


CTCCCTCCAGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCT 


DNA37151 


2933 


CCCCTCGTCCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACA 


NM_006338 


2441 


CCCCTCGTCCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACA 


DNA37151 


2993 


CTGTTGCCACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAAT 


NM_006338 


2501 


ctgttgccaccattgtctcaa;vattcttgaagctcagcctgttctcagcagtagagaaat 


DNA37151 


3053 


CACTAGGACTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAG 
**★******★*★*****★★★★****★**★★★★★★★**■★*******★★★*★*★★★*****★ 


NM_006338 


2561 


CACTAGGACTACTTTTTACCAAAAGAGAAGCAGTCTGGGCCAGATGCCCTGCCAGGAAAG 


DNA37151 


3113 


GGACATGGACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGG 


NM_006338 


2621 


GGACATGGACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGG 


DNA37151 


3173 


CCCTGGGGGTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGC 


NM__006338 


2681 


CCCTGGGGGTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGC 


DNA37151 


3233 


TGCCATTCTGAGGAACATCTCCAAGGAACAGGAGGGACTTTGGCTAGAGCCTCCTGCCTC 


NM_006338 


2741 


TGCCATTCTGAGGAACATCTCCAAGGAACGGGAGGGACTTTGGCTAGAGCCTCCTGCCTC 


DNA37151 


3293 


CCCATCTTCTCTCTGCCCAGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCC 


NM_006338 


2801 


CCCATCTTCTCTCTGCCCAGAGGCTCCTGGGCCTGGCTTGGCTGTCCCCTACCTGTGTCC 


DNA37151 


3353 


CCGGGCTGCACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGC 


lSrM_006338 


2861 


CCGGGCTGCACCCCTTCCTCTTCTCTTTCTCTGTACAGTCTCAGTTGCTTGCTCTTGTGC 


DNA37151 


3413 


CTCCTGGGCAAGGGCTGAAGGAGGCCACTCCATCTCACCTCGGGGGGCTGCCCTCAATGT 


NM_006338 


2921 


CTCCTGGGCAAGGGCTGAAGGAGGCCACTCCATCTCACCTCGGGGGGCTGCCCTCAATGT 



DNA37151 


3473 


GGGAGTGACCCCAGCCAGATCTGAAGGACATTTGGGAGAGGGATGCCCAGGAACGCCTCA 


NM_006338 


2981 


GGGAGTGACCCCAGCCAGATCTGAAGGACATTTGGGAGAGGGATGCCCAGGAACGCCTCA 


DNA37151 


3533 


TCTCAGCAGCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTT 


NM_006338 


3041 


TCTCAGCAGCCTGGGCTCGGCATTCCGAAGCTGACTTTCTATAGGCAATTTTGTACCTTT 


DNA37151 


3593 


GTGGAGAAATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAA 


NM_006338 


3101 


GTGGAGAAATGTGTCACCTCCCCCAACCCGATTCACTCTTTTCTCCTGTTTTGTAAAAAA 


DNA37151 


3653 


TAAAAATAAATAATAACAATAA 


NM_006338 


3161 


TAAAAATAAATAATAACAATAA 


>6 AF030435 Homo sapiens glioma amplified on chromosome 1 protein (GACl) mRNA 
(3227 bp) [1 seg] 

Score = 3002 (5951 bits). Expect = 0.0 

Identities = 3017/3022 (99%), at 653,161-3674,3182, Strand +/+ 


DNA37151 


653 


AGGGCTGCCCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGA 


AF030435 


161 


AGGGCTGCCCCTGATGGGGCCTGGCAATGACTGAGCAGGCCCAGCCCCAGAGGACAAGGA 


DNA37151 


713 


AGAGAAGGCATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGA 


AF030435 


221 


AGAGAAGGCATATTGAGGAGGGCAAGAAGTGACGCCCGGTGTAGAATGACTGCCCTGGGA 


DNA37151 


773 


GGGTGGTTCCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCA 


AF030435 


281 


GGGTGGTTCCTTGGGCCCTGGCAGGGTTGCTGACCCTTACCCTGCAAAACACAAAGAGCA 


DNA3 7151 


833 




AF030435 


341 


GGACTCCAGACTCTTCTTGTGAATGGTCCCCTGCCCTGCAGCTCCACCATGAGGCTTCTC 


DNA37151 


893 


GTGGCCCCACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCCACTGTGCCCGTGGTACCC 


AF030435 


401 


GTGGCCCCACTCTTGCTAGCTTGGGTGGCTGGTGCCACTGCCGCTGTGCCCGTGGTACCC 


DNA37151 


953 


TGGCATGTTCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGC 
**★**★*★★*★★*****★★★** ******************* 


AF030435 


461 


TGGCATGTTCCCTGCCCCCCTCAGTGTGCCTGCCAGATCCGGCCCTGGTATACGCCCCGC 


DNA37151 


1013 


TCGTCCTACCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCC 
**************************************************^^*^*^^^^^ 


AF030435 


521 


TCGTCCTACCGCGAGGCTACCACTGTGGACTGCAATGACCTATTCCTGACGGCAGTCCCC 


DNA37151 


1073 


CCGGCACTCCCCGCAGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTG 
*+*************************************************+^^^^^^^^ 


AF030435 


581 


CCGGCACTCCCCGCAGGCACACAGACCCTGCTCCTGCAGAGCAACAGCATTGTCCGTGTG 


DNA37151 


1133 


GACCAGAGTGAGCTGGGCTACCTGGCCAATCTCACAGAGCTGGACCTGTCCCAGAACAGC 

**********************************************;fc.***^T^^*^^^yr^^ 


AF030435 


641 


GACCAGAGTGAGCTGGGCTACCTGGCCAATCTCACAGAGCTGGACCTGTCCCAGAACAGC 


DNA37151 


1193 


TTTTCGGATGCCCGAGACTGTGATTTCCATGCCCTGCCCCAGCTGCTGAGCCTGCACCTA 
*********************************** ************************ 


AF030435 


701 


TTTTCGGATGCCCGAGACTGTGATTTCCATGCCCTTCCCCAGCTGCTGAGCCTGCACCTA 


DNA37151 


1253 


GAGGAGAACCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAG 



********************************************.******** + ^****^^ 



AF030435 


761 


DNA37151 


1313 


AF030435 


821 


DNA37151 


1373 


AF030435 


881 


DNA37151 


1433 


AF030435 


941 


DNA37151 


1493 


AF030435 


1001 


DNA37151 


1553 


AF030435 


1061 


DNA37151 


1613 


AF030435 


1121 


DNA37151 


1673 


AF030435 


1181 


DNA37151 


1733 


AF030435 


1241 


DNA37151 


1793 


AF030435 


1301 


DNA37151 


1853 


AF030435 


1361 


DNA37151 


1913 


AF030435 


1421 


DNA37151 


1973 


AF030435 


1481 


DNA37151 


2033 


AF030435 


1541 


DNA37151 


2093 


AF030435 


1601 


DNA37151 


2153 


AF030435 


1661 


DNA37151 


2213 



761 GAGGAGAACCAGCTGACCCGGCTGGAGGACCACAGCTTTGCAGGGCTGGCCAGCCTACAG 
GAACTCTATCTCAACCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTC 
821 GAACTCTATCTCAAGCACAACCAGCTCTACCGCATCGCCCCCAGGGCCTTTTCTGGCCTC 

AGCAACTTGCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGG ^ 
881 AGCAACTTGCTGCGGCTGCACCTCAACTCCAACCTCCTGAGGGCCATTGACAGCCGCTGG \^ 



TTTGAAATGCTGCCCAACTTGGAGATACTCATGATTGGCGGCAACAAGGTAGATGCCATC 

CTGGACATGAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAAC 

CTGGACATGAACTTCCGGCCCCTGGCCAACCTGCGTAGCCTGGTGCTAGCAGGCATGAAC 

CTGCGGGAGATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTC 
************************************************************ 

CTGCGGGAGATCTCCGACTATGCCCTGGAGGGGCTGCAAAGCCTGGAGAGCCTCTCCTTC 

TATGACAACCAGCTGGCCCGGGTGCCCAGGCGGGCACTGGAACAGGTGCCCGGGCTCAAG 

TATGACAACCAGCTGGCCCGGGTGCCCAGGCGGGCACTGGAACAGGTGCCCGGGCTCAAG 

TTCCTAGACCTCAACAAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAACATG 

TTCCTAGACCTCAACAAGAACCCGCTCCAGCGGGTAGGGCCGGGGGACTTTGCCAACATG 

CTGCACCTTAAGGAGCTGGGACTGAACAACATGGAGGAGCTGGTCTCCATCGACAAGTTT 

CTGCACCTTAAGGAGCTGGGACTGAACAACATGGAGGAGCTGGTCTCCATCGACAAGTTT 

GCCCTGGTGAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCC 

* * ************************************* 

GCCCTGGTGAACCTCCCCGAGCTGACCAAGCTGGACATCACCAATAACCCACGGCTGTCC 
TTCATCCACCCCCGCGCCTTCCACCACCTGCCCCAGATGGAGACCCTCATGCTCAACAAC 
TTCATCCACCCCCGCGCCTTCCACCACCTGCCCCAGATGGAGACCCTCATGCTCAACAAC 
AACGCTCTCAGTGCCTTGCACCAGCAGACGGTGGAGTCCCTGCCCAACCTGCAGGAGGTA 
1421 AACGCTCTC AGTGCCTTGCACCAGC AGACGGTGGAGTCCCTGCCCAACCTGCAGGAGGTA 
GGTCTCCACGGCAACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGC 
GGTCTCCACGGCAACCCCATCCGCTGTGACTGTGTCATCCGCTGGGCCAATGCCACGGGC 
ACCCGTGTCCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAG 
1541 ACCCGTGTCCGCTTCATCGAGCCGCAATCCACCCTGTGTGCGGAGCCTCCGGACCTCCAG 
CGCCTCCCGGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATC 
CGCCTCCCGGTCCGTGAGGTGCCCTTCCGGGAGATGACGGACCACTGTTTGCCCCTCATC 
TCCCCACGAAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCAT 
TCCCCACGAAGCTTCCCCCCAAGCCTCCAGGTAGCCAGTGGAGAGAGCATGGTGCTGCAT 
TGCCGGGCACTGGCCGAACCCGAACCCGAGATCTACTGGGTCACTCCAGCTGGGCTTCGA 



i 




AF 030435 1721 TGCCGGGC ACTGGCCGAACCCGAACCCGAGATCTACTGGGTC ACTCCAGCTGGGCTTCGA 

DNA3 7151 2273 CTGAC ACCTGCCCATGCAGGCAGGAGGTACCGGGTGTACCCCGAGGGGACCCTGGAGCTG 

AF 030435 -1781 CTGAC ACCTGCCCATGCAGGCAGGAGGTGCCGGGTGTACCCCGAGGGGACCCTGGAGCTG 

DNA3 7151 2333 CGGAGGGTGACAGC AGAAGAGGC AGGGCTATAC ACCTGTGTGGCCCAGAACCTGGTGGGG 

AF 030435 1841 CGGAGGGTGAC AGCAGAAGAGGCAGGGCTATACACCTGTGTGGCCCAGAACCTGGTGGGG 

DNA3 7151 2393 GCTGAC ACTAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCC AGGCAGGGAC 

AF 030435 1901 GCTGAC ACTAAGACGGTTAGTGTGGTTGTGGGCCGTGCTCTCCTCCAGCC AGGCAGGGAC 

DNA3 7151 2453 GAAGGACAGGGGCTGGAGCTCCGGGTGCAGGAGACCCACCCCTATCAC ATCCTGCTATCT 

AF 030435 1961 GAAGGACAGGGGCTGGAGCTCCGGGTGCAGGAGACCC ACCCCTATCACATCCTGCTATCT 

DNA3 7151 2513 TGGGTCACCCCACCCAACAC AGTGTCCACC AACCTCACCTGGTCCAGTGCCTCCTCCCTC 

AF 030435 2021 TGGGTCACCCCACCCAACAC AGTGTCCACC AACCTCACCTGGTCCAGTGCCTCCTCCCTC 

DNA3 7151 2573 CGGGGCC AGGGGGCCAC AGCTCTGGCCCGCCTGCCTCGGGGAACCCACAGCTACAACATT 

AF 030435 2081 CGGGGCC AGGGGGCCAC AGCTCTGGCCC GCCTGCCTCGGGGAACCC AC AGCTACAAC ATT 

DNA3 7151 2633 ACCCGCCTCCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCC 

AF030435 2141 ACCCGCCTCCTTCAGGCCACGGAGTACTGGGCCTGCCTGCAAGTGGCCTTTGCTGATGCC 

DNA3 7151 2693 C ACACCCAGTTGGCTTGTGTATGGGCCAGGACC AAAGAGGCCACTTCTTGCC ACAGAGCC 

AF 030435 2201 C AC ACCC AGTTGGCTTGTGTATGGGCC AGGACC AAAGAGGCCACTTCTTGCCAC AGAGCC 

DNA3 7151 2753 TTAGGGGATCGTCCTGGGCTCATTGCCATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCT 

AF 030435 2261 TTAGGGGATCGTCCTGGGCTCXtTGCC ATCCTGGCTCTCGCTGTCCTTCTCCTGGCAGCT 

DNA3 7151 2813 GGGCTAGCGGCCCACCTTGGCACAGGCC AACCC AGGAAGGGTGTGGGTGGGAGGCGGCCT 

AF 030435 2321 GGGCTAGCGGCCCACCTTGGCACAGGCC AACCC AGGAAGGGTGTGGGTGGGAGGCGGCCT 

DNA3 7151 2873 CTCCCTCC AGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCT 

AF030435 2381 CTCCCTCCAGCCTGGGCTTTCTGGGGCTGGAGTGCCCCTTCTGTCCGGGTTGTGTCTGCT 

DNA3 7151 2933 CCCCTCGTCCTGCCCTGGAATCCAGGGAGGAAGCTGCCCAGATCCTCAGAAGGGGAGACA 

AF 030435 2441 CCCCTCGTCCTGCCCTGGAATCC AGGGAGGAAGCTGCCC AGATCCTCAGAAGGGGAGACA 

DNA3 7151 2993 CTGTTGCCACCATTGTCTC AAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAAT 
★ ★★★★★★★★★★★★★★★★★★★★★★★★★★★★it*************** 

AF 030435 2501 CTGTTGCCACCATTGTCTCAAAATTCTTGAAGCTCAGCCTGTTCTCAGCAGTAGAGAAAT 

DNA3 7151 3053 CACTAGGACTACTTTTTACCAAAAGAGAAGCAGTCTGGGCC AGATGCCCTGCCAGGAAAG 

AF030435 2561 C AC TAGGACTACTTTTTACCAAAAGAGAAGCAGTCTGGGCC AGATGCCCTGCCAGGAAAG 

DNA3 7151 3113 GGACATGGACCCACGTGCTTGAGGCCTGGCAGCTGGGCCAAGACAGATGGGGCTTTGTGG 

AF 030435 2621 GGAC ATGGACCCACGTGCTTGAGGCCTGGC AGCTGGGCCAAGACAGATGGGGCTTTGTGG 

DNA3 7151 3173 CCCTGGGGGTGCTTCTGC AGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTC ACCTCTGC 



AF030435 
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DNA37151 


3233 


AF030435 
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DNA37151 


3293 
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DNA37151 
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AF030435 
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DNA37151 
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DNA37151 


3533 


AF030435 


3041 


DNA3 7151 


3593 


AF030435 
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DNA37151 


3653 


AF030435 


3161 



2681 CCCTGGGGGTGCTTCTGCAGCCTTGAAAAAGTTGCCCTTACCTCCTAGGGTCACCTCTGC 



***************************** it***************************** 



3161 TAAAAATAAATAATAACAATAA 
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Sequences producing High-scoring Segment Pairs: 

1 P_AAB80253 Human PR0293 protein - Homo sapiens. 

2 P_AAY13385 protein PR02 93 - Homo sapiens. 
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>1 P_AAB80253 Human PR0293 protein - Homo sapiens. (713 aa) [1 seg] ^Ta 
Score = 3732 (1442 bits). Expect = 0.0 ^ 

Identities = 713/713 (100%), Positives = 713/713 (100%), at 1,1-713,713 

DNA37151 1 MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 

P_AAB80253 1 MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 

DNA37151 61 TAVPPALPAGTQTLLLQSNSI VRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

P_AAB80253 61 TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

DNA37151 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

P_AAB80253 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

DNA37151 181 DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

P_AAB80253 181 DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

DNA37151 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

P_AAB80253 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

DNA37151 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

P_AAB80253 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

DNA37151 361 LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

P_AAB80253 361 LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

DNA37151 4 21 LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEI YWVTPAGLRLTPAHAGRRYRVYPEG 

* + + *ik- + * + -^r-^r + * + + + ****-t* + + + + *-*r + + + + * + + St + + -A-*Tt + + + * 

P_AAB80253 421 LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEI YWVTPAGLRLTPAHAGRRYRVYPEG 

DNA37 151 4 81 TLELRRVTAEEAGLYTCVAQNLVGADTKTVS VVVGRALLQPGRDEGQGLELRVQETHPYH 

P_AAB80253 481 TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 

DNA37151 541 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

P_AAB80253 541 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

DNA37151 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 

P_AAB80253 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 



DNA37151 


661 


GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 


P_AAB80253 


661 


GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 


>2 P_AAY13385 protein PR0293 - Homo sapiens. (713 aa) [1 sag] 
Score - 3732 (1442 bits). Expect =0.0 

Identities = 713/713 (100%), Positives = 713/713 (100%), at 1,1-713,713 


DNA37151 


1 


MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 


P_AAY13385 


1 


MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 


DNA37151 


61 


TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 


P_AAY13385 


61 


TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 


DNA37151 


121 


SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 


P_AAY13385 


121 


SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 


DNA37151 


181 


DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 


P_AAY13385 


181 


DSRWFEMLPNLEILMIGGNKVDAILDiyiNFRPLANLRSLVLAGiyiNLREISDYALEGLQSLE 


DNA37151 


241 


SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 


P_AAY13385 


241 


SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 


DNA37151 


301 


IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 


P_AAY13385 


301 


idkfalvnlpeltklditnnprLsfihprafhhlpqmetlmlnnnalsalhqqtveslpn 


DNA37151 


361 


LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 


P_AAY13385 


361 


LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 


DNA37151 


421 


LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEIYWVTPAGLRLTPAHAGRRYRVYPEG 


P_AAY13385 


421 


LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEIYWVTPAGLRLTPAHAGRRYRVYPEG 


DNA-37 151 


481 


TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 


P_AAY13385 


481 


TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 


DNA37151 


541 


ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 


P_AAY13385 


541 


ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 


DNA37151 


601 


FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 


P_AAY13385 


601 


FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 


DNA37151 


661 


GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 


P_AAY13385 


661 


GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 



>3 NP_006329.1 glioma amplified on chromosome 1 protein (leucine-rich) - Homo 

(713 aa) [1 seg] 

Score = 3718 (1436 bits). Expect = 0.0 

Identities = 711/713 (99%), Positives = 711/713 (99%), at 1,1-713,713 

DNA37151 1 MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 

NP_006329. 1 1 MRLLVAPLLLAWVAGATAAVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 

DNA37151 61 TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

NP_006329. 1 61 TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

DNA37151 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

NP_006329. 1 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

DNA37151 181 DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

NP_006329. 1 181 DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

DNA37151 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

NP_006329. 1 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

DNA37151 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

NP__006329. 1 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

DNA37151 361 LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

NP_006329. 1 361 LQEVGLHGNPIRCDCVIRWANAI'GTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

DNA37151 421 LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEI YWVTPAGLRLTPAHAGRRYRVYPEG 

NP_006329. 1 421 LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEI YWVTPAGLRLTPAHAGRRCRVYPEG 

DNA37 15 1 4 81 TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 

NP_00632 9. 1 481 TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 

DNA37151 541 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

NP_00632 9. 1 541 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

DNA37151 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 

NP_006329. 1 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 

DNA37151 661 GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 

-h -h -h -h -k -k -k -k -k -k 'k' -k -X- X k- X A A k-k-k-k-k-k-k'k-k-kk^^k-k'k-k*-*r*-k-k-k'k*-k-k-k'k-k'k*'k-k 

NP_006329. 1 661 GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 



>4 GACl_HUiyLAN Glioma amplified on chromosome 1 protein precursor /pid=AAC39792 . 
- homo sapiens (713 aa) [1 seg] 
Score = 3718 (1436 bits), Expect = 0.0 

Identities - 711/713 (99%), Positives = 711/713 (99%), at 1,1-713,713 



DNA37151 1 MRLLVAPLLLAWVAGATATVPVVPWHVPCPPQCACQIRPWYTPRSSYREATTVDCNDLFL 

GAC 1_H OMAN 1 MRLL VAPLLLAWVAGATAAVP VV PWH V PC P PQCACQ I R PW YT PRS S YREAT T VDCN DL FL 

DNA37151 61 TAVPPALPAGTQTLLLQSNSI VRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

GAC1_HUMAN 61 TAVPPALPAGTQTLLLQSNSIVRVDQSELGYLANLTELDLSQNSFSDARDCDFHALPQLL 

DNA37151 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

GAC1_HUMAN 121 SLHLEENQLTRLEDHSFAGLASLQELYLNHNQLYRIAPRAFSGLSNLLRLHLNSNLLRAI 

DNA37 1 51 181 DSRWFEMLPNLEI LMIGGNKVDAI LDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

GAC1_HUMAN 181 DSRWFEMLPNLEILMIGGNKVDAILDMNFRPLANLRSLVLAGMNLREISDYALEGLQSLE 

DNA37151 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

GAC1_HUMAN 241 SLSFYDNQLARVPRRALEQVPGLKFLDLNKNPLQRVGPGDFANMLHLKELGLNNMEELVS 

DNA37151 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

GAC1_HUMAN 301 IDKFALVNLPELTKLDITNNPRLSFIHPRAFHHLPQMETLMLNNNALSALHQQTVESLPN 

DNA37151 361 LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

GAC1__HUMAN 361 LQEVGLHGNPIRCDCVIRWANATGTRVRFIEPQSTLCAEPPDLQRLPVREVPFREMTDHC 

DNA37151 421 LPLISPRSFPPSLQVASGESMVLHCRALAEPEPEI YWVTPAGLRLTPAHAGRRYRVYPEG 

GACl_HUiyiAN 4 21 LPLISPRSFPPSLQVASGESMVtHCRALAEPEPEIYWVTPAGLRLTPAHAGRRCRVYPEG 

DNA37 1 51 4 81 TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETH PYH 

GAC1_HUMAN 4 81 TLELRRVTAEEAGLYTCVAQNLVGADTKTVSVVVGRALLQPGRDEGQGLELRVQETHPYH 

DNA37151 541 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

GAC1_HUMAN 54 1 ILLSWVTPPNTVSTNLTWSSASSLRGQGATALARLPRGTHSYNITRLLQATEYWACLQVA 

DNA37151 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 

GACl^HUMAN 601 FADAHTQLACVWARTKEATSCHRALGDRPGLIAILALAVLLLAAGLAAHLGTGQPRKGVG 

DNA37151 661 GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 

GAC1_HUMAN 661 GRRPLPPAWAFWGWSAPSVRVVSAPLVLPWNPGRKLPRSSEGETLLPPLSQNS 



